Firstly, an ensemble of models was generated by sampling geometrically valid configurations of translin octameric rings using Multifit (54), with a single subunit of human translin (PDB code 1J1J, chain A) and an EM density map at 18 Å resolution (22) as input. The MultiFit run resulted in 3651 models.
The number of models in each cluster ranged between 1 and 32.
Representative solutions from all clusters were ranked according to crosscorrelation fitting score and those with a fitting score lower than 0.5 were excluded. The resulting 93 cluster-representatives were further filtered, by clustering models with less than 10 Å of Cα RMSD between monomers (i.e. superimposing monomer to monomer, and calculating RMSD for each of the other monomers), keeping as representative of each cluster the model with best fitting score. Then, we evaluated the 30 representative models considering different physico-chemical and biological criteria such as: i) cluster size; ii) fitting score; iii) pyDock binding energy of the octamer (55); iv) percentage of the ODA residues (56) located at the interface; v) accessibility of nucleic acid binding region (28); vi) EM-based (22) diameter of the ring and central regions (Ømin = 30 ±10 Å, Øcentral = 50 ±10 Å, Ømax = 115 ±10 Å); and vii) involvement of L184 and L191 residues in monomer-monomer interfaces (57). Finally, we selected the two models that best satisfied all these criteria.
We also refined the models with SymmRef (58) in order to account for possible conformational changes, but the results did not change.
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